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likely to report significant results in structural biology.
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Structure 1998, Vol 6 No 9:1215–1218
n Crystal structure of the signal sequence binding
subunit of the signal recognition particle. Robert J
Keenan, Douglas M Freymann, Peter Walter and 
Robert M Stroud (1998). Cell 94, 181–191.
The crystal structure of the signal sequence binding subunit of
the signal recognition particle (SRP) from Thermus aquaticus
reveals a deep groove bounded by a flexible loop. The groove
defines a flexible, hydrophobic environment that is suitable for
binding signal sequences of different lengths and amino acid
sequence. The structure also reveals a helix-turn-helix motif
for binding to SRP RNA.
24 July 1998, Cell
n Crystallographic analysis of the recognition of a nuclear
localization signal by the nuclear import factor
karyopherin a. Elena Conti, Marc Uy, Lore Leighton,
Günter Blobel and John Kuriyan (1998). Cell 94, 193–204.
Selective nuclear import is mediated by nuclear localization
signals (NLSs) and cognate transport factors known as
karyopherins or importins. Karyopherin α recognizes ‘classical’
monopartite and bipartite NLSs. The authors report the crystal
structure of a 50 kDa fragment of the 60 kDa yeast
karyopherin α, in the absence and presence of a monopartite
NLS peptide. The structure shows a tandem array of ten
armadillo repeats, organized in a right-handed superhelix of
helices. Binding of the NLS peptide occurs at two sites within
a conserved groove.
24 July 1998, Cell
n Human TAFII28 and TAFII18 interact through a histone
fold encoded by atypical evolutionary conserved motifs
also found in the SPT3 family. Catherine Birck, Olivier
Poch, Christophe Romier, Marc Ruff, Gabrielle Mengus,
Anne-Claire Lavigne, Irwin Davidson and Dino Moras
(1998). Cell 94, 239–249.
TATA-binding protein (TBP) is present in several multiprotein
complexes, each with a distinct set of TBP-associated factors
(TAFs) required for transcription by all three RNA
polymerases. Determination of the crystal structure of the
human TBP-associated factor (hTAFII)28/hTAFII18
heteerodimer shows that these TAFIIs form a novel histone-
like pair in the TFIID complex. The histone folds were not
predicted from their primary sequence, indicating that these
TAFIIs define a novel family of atypical histone fold sequences.
24 July 1998, Cell
n Prolyl oligopeptidase: an unusual b-propeller domain
regulates proteolysis. Vilmos Fülöp, Zsolt Böcskei and
László Polgár (1998). Cell 94, 161–170.
Prolyl oligopeptidase is a large cytosolic enzyme involved in
the maturation and degradation of peptide hormones and
neuropeptides. The crystal structure reveals a peptidase
domain with an α/β hydrolase fold. Its catalytic triad is covered
by the central tunnel of an unusual β propeller which excludes
large structured peptides from the active site.
24 July 1998, Cell
n Solution structure of the RAIDD CARD and model for
CARD/CARD interaction in caspase-2 and caspase-9
recruitment. James J Chou, Hiroshi Matsuo, Hanjun Duan
and Gerhard Wagner (1998). Cell 94, 171–180.
Apoptosis requires recruitment of caspases by receptor-
associated adaptors through homophilic interactions between
the CARDs (caspase recruitment domains) of adaptor
proteins and prodomains of caspases. The authors have
solved the CARD structure of the RAIDD adaptor protein
that recruits ICH-1/caspase-2. It consists of six tightly packed
helices arranged in a topology homologous to the Fas death
domain.
24 July 1998, Cell
n Solution structure of the antitermination protein NusB
of Escherichia coli: a novel all-helical fold for an RNA-
binding protein. Martin Huenges, Christian Rölz, Ruth
Gschwind, Ralph Peteranderl, Fabian Berglechner, 
Gerald Richter, Adelbert Bacher, Horst Kessler and Gerd
Gemmecker (1998). EMBO J. 17, 4092–4100.
The NusB protein of Escherichia coli is involved in the
regulation of rRNA biosynthesis by transcriptional
antitermination. The protein folds into an α/α-helical topology
consisting of six helices. Changes in the NMR spectrum on
binding an RNA dodecamer indicate that the N terminus
functions as an arginine-rich RNA-binding motif (ARM). 
15 July 1998, The EMBO Journal
n Structure of T7 RNA polymerase complexed to the
transcriptional inhibitor T7 lysozyme. David Jeruzalmi
and Thomas A Steitz (1998). EMBO J. 17, 4101–4113.
The T7 RNA polymerase–T7 lysozyme complex regulates
phage gene expression during infection of Escherichia coli. The
crystal structure of the complex reveals that lysozyme binds at
a site remote from the polymerase active site, suggesting an
indirect mechanism of inhibition. The structure of T7 RNA
polymerase presented differs significantly from a previous
published structure. 
15 July 1998, The EMBO Journal
n Recommendations for the presentation of NMR
structures of proteins and nucleic acids. John L Markley,
Ad Bax, Yoji Arata, CW Hilbers, Robert Kaptein, 
Brian D Sykes, Peter E Wright and Kurt Wüthrich (1998).
J. Mol. Biol. 280, 933–952.
The authors present recommendations designed to support
easier communication of NMR data and NMR structures of
proteins and nucleic acids through unified nomenclature and
reporting standards. These recommendations stem from an
IUPAC-IUBMB-IUPAB interunion venture with the direct
involvement of ICSU and CODATA. 
31 July 1998, Journal of Molecular Biology
n The structure of VanX reveals a novel amino-
dipeptidase involved in mediating transposon-based
vancomycin resistance. Dirksen E Bussiere, Steven D
Pratt, Leonard Katz, Jean M Severin, Thomas Holzman and
Chang H Park (1998). Mol. Cell 2, 75–84.
VanX is a zinc-dependent D-alanyl-D-alanine dipeptidase
required for transposon-based vancomycin resistance in
enterococci. The crystal structure of VanX from Enterococcus
faecium reveals a Zn2+-dipeptidase with a unique overall fold and
a well-defined active site confined within a cavity of limited size. 
July 1998, Molecular Cell
n Transition state structure of arginine kinase: implications
for catalysis of bimolecular reactions. Genfa Zhou,
Thayumanasamy Somasundaram, Eric Blanc,
Golapakrishnan Parthasarathy, W Ross Ellington and
Michael S Chapman (1998). Proc. Natl Acad. Sci. USA
95, 8449–8454.
Arginine kinase belongs to the family of enzymes that catalyze
the buffering of ATP in cells with fluctuating energy
requirements. The crystal structure of its transition-state analog
complex offers direct evidence for the importance of precise
substrate alignment in the catalysis of bimolecular reactions.
21 July 1998, Proceedings of the National Academy of
Science
n DNA binding and cleavage by the nuclear intron-
encoded homing endonuclease I-PpoI. Karen E Flick,
Melissa S Jurica, Raymond J Monnat Jr and Barry L
Stoddard (1998). Nature 394, 96–101.
Homing endonucleases are a diverse family of proteins that
promote the movement of the DNA sequences that encode
them from one chromosome location to another. The crystal
structure of the I-PpoI homing endonuclease bound to
homing-site DNA reveals an elongated fold with mixed α/β
topology, which is stabilized by two bound zinc ions 15 Å apart.
The enzyme possesses a new zinc-bound fold and
endonuclease active site.
2 July 1998, Nature
n Three-dimensional structure of the Stat3b homodimer
bound to DNA. Stephan Becker, Bernd Groner and
ChristophW Müller (1998). Nature 394, 145–151.
STAT proteins are a family of eukaryotic transcription factors
that mediate the response to a large number of cytokines and
growth factors. Upon activation, STAT proteins dimerize,
translocate to the nucleus and bind to specific promoter
sequences on their target genes. The crystal structure of a
STAT protein bound to its DNA recognition site provides
insight into signal transduction to the nucleus.
9 July 1998, Nature
n Structure of dehydroquinate synthase reveals an active
site capable of multistep catalysis. Elisabeth P Carpenter,
Alastair R Hawkins, John W Frost and Katherine A Brown
(1998). Nature 394, 299–302.
Dehydroquinate synthase (DHQS) performs the second step
in the shikimate pathway, which is required for the synthesis
of aromatic compounds in bacteria, microbial eukaryotes and
plants. The crystal structure of DHQS reveals a previously
unobserved mode for NAD+-binding and an active-site
organization that is similar to that of alcohol dehydrogenase, in
a new protein fold.
16 July 1998, Nature
n The structural basis of the activation of Ras by Sos. P
Ann Boriack-Sjodin, S Mariana Margarit, Dafna Bar-Sagi
and John Kuriyan (1998). Nature 394, 337–343.
The crystal structure of human H-Ras complexed with the Ras
guanine nucleotide exchange factor region of the Son of
sevenless (Sos) protein is described. The insertion into Ras of
an α-helix from Sos opens up the nucleotide-binding site
allowing nucleotide release and rebinding.
23 July 1998, Nature
n Crystal structure of the first three domains of the type-1
insulin-like growth factor receptor. Thomas PJ Garrett, Neil
M McKern, Melzhen Lou, Maurice J Frenkel, John D Bentley,
George O Lovrecz, Thomas C Elleman, Leah J Cosgrove and
Colin W Ward (1998). Nature 394, 395–399.
The type-1 insulin-like growth-factor receptor (IGF-1R) is a
member of the kinase receptor superfamily. The structure of
the first three domains of IGF-IR reveals two single-stranded
right-handed β helices flanking a central cysteine-rich rod-
shaped domain. Many of the determinants responsible for
hormone binding and ligand specificity map to a central
channel formed by the three domains, showing how the IR
subfamily might interact with their ligands.
23 July 1998, Nature
n Structure of the metal-ion-activated diphtheria toxin
repressor/tox operator complex. André White, Xiaochun
Ding, Johanna C vanderSpek, John R Murphy and Dagmar
Ringe (1998). Nature 394, 502–506.
The expression of the diphtheria toxin gene (tox) is regulated
by the repressor DtxR, which is activated by transition metal
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ions. The crystal structure of the complex between a Ni(II)-
bound DtxR(C102D) mutant, and a 33-base-pair DNA
segment containing the toxin operator toxO is described. A
metal-ion-induced helix-to-coil structural transition in the N-
terminal region of the protein may be responsible for repressor
activation by transition metal ions.
30 July 1998, Nature
n Site-specific DNA binding using a variation of the
double stranded RNA binding motif. KM Connolly, JM
Wojciak and RT Clubb (1998). Nat. Struct. Biol. 5,
546–551.
The integrase family of site-specific recombinases catalyze a
diverse array of DNA rearrangements in archaebacteria,
eubacteria and yeast. The structure of the DNA-binding
domain of the integrase protein from the conjugative
transposon Tn916 has been determined using NMR
spectroscopy. The structure provides the first insights into
distal site DNA binding by a site-specific integrase and
reveals that the N-terminal domain is structurally similar to
the double stranded RNA-binding domain.
July 1998, Nature Structural Biology
n Solution structure of a zinc domain conserved in
yeast copper-regulated transcription factors. RB
Turner, DL Smith, ME Zawrotny, MF Summers, 
MC Posewitz and DR Winge (1998). 
Nat. Struct. Biol. 5, 551–555.
The structure of the N-terminal domain (residues 1–42) of
the copper-responsive transcription factor Amtl from Candida
glabrata has been determined by NMR spectroscopy. The
domain contains an array of zinc-binding residues (Cys-X2-
Cys-X8-Cys-X-His) that is conserved among a family of
copper-responsive transcription factors. The structure of the
zinc finger motif is novel, and consists of a three-stranded
antiparallel β sheet with two short helical segments that
project from one end of the β sheet.
July 1998, Nature Structural Biology
n The X-ray structure of a cobalamin biosynthetic
enzyme, cobalt-precorrin-4 methyltransferase. Heidi L
Schubert, Keith S Wilson, Evelyne Raux, Sarah C
Woodcock and Martin J Warren (1998). Nat. Struct. Biol.
5, 585–592.
Biosynthesis of the corrin ring of vitamin B12 requires the
action of six S-adenosyl-L-methionine (AdoMet) dependent
transmethylases, closely related in sequence. The first
structure of one of these, cobalt-precorrin-4 transmethylase,
CbiF, from Bacillus megaterium has been determined. CbiF
contains two α/β domains forming a trough in which S-
adenosyl-L-homocysteine (AdoHcy) binds. The location of
AdoHcy and a number of conserved residues, helps define the
precorrin binding site.
July 1998, Nature Structural Biology
n Analysis of the structure and substrate binding of
Phormidium lapideum alanine dehydrogenase. PJ
Baker, Y Sawa, H Shibata, SE Sedelnikova and DW Rice
(1998). Nat. Struct. Biol. 5, 561–567.
Alanine dehydrogenase catalyzes the NADH-dependent
reductive amination of pyruvate to L-alanine. The structure
of the hexameric enzyme from Phormidium lapideum reveals
that each subunit has two domains, each with the
dinucleotide binding fold. Despite there being no sequence
similarity, the fold is closely related to that of the family of
D-2-hydroxyacid dehydrogenases, with a similar location of
the active site.
July 1998, Nature Structural Biology
n Solution structure of cyanovirin-N, a potent HIV-
inactivating protein. Carole A Bewley, Kirk R Gustafson,
Michael R Boyd, David G Covell, Ad Bax, G Marius Clore
and Angela M Gronenborn (1998). Nat. Struct. Biol. 5,
571–578.
The solution structure of cyanovirin-N, a potent 11,000 Mr
HIV-inactivating protein that binds with high affinity and
specificity to the HIV surface envelope protein gp120, has
been solved by NMR spectroscopy. Cyanovirin-N is an
elongated, largely β-sheet protein that displays internal twofold
pseudo-symmetry. The two domains are formed by strand
exchange between the two repeats.
July 1998, Nature Structural Biology
n Architecture of nonspecific protein–DNA interactions in
the Sso7d–DNA complex. Peter Agback, Herbert
Baumann, Stefan Knapp, Rudolf Ladenstein, Torleif Hard
(1998). Nat. Struct. Biol. 5, 579–584.
The authors have determined the structure of the small histone-
like basic protein Sso7d from Sulfolobus solfataricus in complex
with DNA. Sso7d binds DNA by placing a triple-stranded β
sheet across the DNA minor groove. This structure explains
how strong binding can be achieved independent of DNA
sequence. Sso7d binding also distorts the DNA conformation
and introduces significant unwinding of the helix.
July 1998, Nature Structural Biology
n Crystal structure and active site location of N-(1-D-
carboxylethyl)-L-norvaline dehydrogenase. KL Britton, Y
Asano and DW Rice (1998). Nat. Struct. Biol. 5, 593–601.
Opine dehydrogenases catalyze the NAD(P)H-dependent
reversible reaction to form opines that contain two asymmetric
centers. The first structure of a (D,L) superfamily member, N-
(1-D-carboxylethyl)-L-norvaline dehydrogenase (CENDH)
from Arthrobacter reveals the location of the bound nucleotide
coenzyme. Six conserved residues cluster in the cleft between
the enzyme’s two domains, close to the nucleotide-binding site,
and are presumed to define the enzyme’s catalytic machinery.
July 1998, Nature Structural Biology
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n A protein disulfide oxidoreductase from the archaeon
Pyrococcus furiosus contains two thioredoxin fold units.
Bin Ren, Gudrun Tibbelin, Donatello de Pascale, Mosè
Rossi, Simonetta Bartolucci and Rudolf Ladenstein (1998).
Nat. Struct. Biol. 5, 602–611.
Protein disulfide bond formation is a rate limiting step in
protein folding and is catalyzed by enzymes belonging to the
protein disulfide oxidoreductase superfamily. The first crystal
structure of a disulfide oxidoreductase from the
hyperthermophilic archaeon Pyrococcus furiosus suggests a
relationship to eukaryotic protein disulfide isomerase. It
consists of two homologous structural units with low sequence
identity. Each unit contains a thioredoxin fold with a distinct
Cys-X-X-Cys active site motif.
July 1998, Nature Structural Biology
n Structure of the Escherichia coli RNA polymerase a
subunit amino-terminal domain. Gongyi Zhang and Seth
A Darst (1998). Science 281, 262–266.
The crystal structure of the Escherichia coli RNA polymerase
(RNAP) α subunit N-terminal domain (αNTD), has been
determined. The αNTD monomer comprises two distinct,
flexibly linked domains, only one of which participates in the
dimer interface. All of the determinants for interactions with
the other RNAP subunits lie on one face of the αNTD dimer.
10 July 1998, Science
n A zipper-like duplex in DNA: the crystal structure of
d(GCGAAAGCT) at 2.1 Å resolution. William Shepard,
William BT Cruse, Roger Fourme, Eric de la Fortelle and
Thierry Prangé (1998). Structure 6, 849–861.
The replication origin of the single-stranded (ss)DNA
bacteriophage G4 has been proposed to fold into a hairpin loop
containing the sequence GCGAAAGC. This sequence
comprises a purine-rich motif (GAAA), which also occurs in
conserved repetitive sequences of centromeric DNA. The
crystal structure reveals an unexpected zipper-like motif in the
middle of a standard B-DNA duplex. Four central adenines,
flanked by two sheared G.A mismatches, are intercalated and
stacked on top of each other without any interstrand
Watson–Crick base pairing. The cobalt hexammine cation
appears to participate only in crystal cohesion.
15 July 1998, Structure
n Crystal structure of a colicin N fragment suggests a
model for toxicity. Ingrid R Vetter, Michael W Parker, Alec
D Tucker, Jeremy H Lakey, Franc Pattus and Demetrius
Tsernoglou (1998). Structure 6, 863–874.
Pore-forming colicins are bacteriocins capable of binding to
and translocating through the Escherichia coli cell envelope.
Colicin N is a small pore-forming colicin (40 kDa) and the
crystal structure of its membrane receptor, the porin OmpF, is
already known. The crystal structure of colicin N reveals a
novel receptor-binding domain containing a six-stranded
antiparallel β sheet wrapped around the long N-terminal α
helix of the pore-forming domain. Models for receptor binding
and translocation through the outer membrane are proposed
based on the structure and biochemical data.
15 July 1998, Structure
n A novel strategy for inhibition of a-amylases: yellow
meal worm a-amylase in complex with the Ragi
bifunctional inhibitor at 2.5 Å resolution. Stefan Strobl,
Klaus Maskos, Georg Wiegand, Robert Huber, F Xavier
Gomis-Rüth and Rudi Glockshuber (1998). Structure 6,
911–921.
α-Amylases catalyze the hydrolysis of α-D-(1,4)-glucan
linkages in starch and related compounds. The crystal
structure of the Ragi bifunctional α-amylase/trypsin inhibitor
(RBI) in complex with yellow meal worm α-amylase (TMA) is
described. RBI almost completely fills the substrate-binding
site of TMA and the binding mode constitutes a new
inhibition mechanism for α-amylases.
15 July 1998, Structure
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